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Detailed protocol 


1. Use ATAC-pipe(Zuqi Zuo et.al, Briefings in Bioinformatics, 2018) or other methods to get the differential peaks between groups, ranking the peak list 
using clustering, namely Sample.peakOrder.bed, and get the number of peaks in each groups, namely Sample.peakOrder.txt 

2. Use ATAC-pipe to calculate the ATAC signal of each site on the genome of different groups of samples, that is, the file: 
Sample_pe.q10.sort.rmdup.shift.bedGraph 

3. Use s011_chipSeq_intensity_fast2_p1.pl to calculate the ATAC signal value of 1kb on the left and right of the summit of each peak, that is: the 
heatmap.txt file 

4. Use s011_heatmap2_p2.py to plot the heatmap. 


Related files 
Bh Code.zip ©) 
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